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Genetic basis of maturity time 
is independent from that of flowering time 
and contributes to ecotype differentiation 
in common buckwheat (Fagopyrum esculentum 
Moench)
Ryoma Takeshima1*  , Shiori Yabe1 and Katsuhiro Matsui1,2 

Abstract 

Background: Common buckwheat is considered a quantitative short-day plant and is classified into the autumn 
(highly photoperiod sensitive), summer (weakly photoperiod sensitive), and intermediate ecotype. Understanding 
ecotype differentiation is essential for adaptive expansion and maximizing yield. The genetic analysis for ecotype has 
focused on photoperiod-dependent flowering time, whereas post-flowering traits such as seed set and maturity time 
might also regulate ecotype differentiation.

Results: A field experiment revealed that ecotype differentiation is mainly defined by the timing of seed set and 
maturation, whereas flowering time is less relevant. Thus, we focused on maturity time as a trait that defines the 
ecotype. To detect QTLs for maturity time, we developed two  F2 populations derived from early × late-maturing 
accessions and intermediate × late-maturing accessions. Using genotyping by random amplicon sequencing–direct 
analysis, we generated a high-density linkage map. QTL analysis detected two major QTLs for maturity time, one in 
each  F2 population. We also detected QTLs for flowering time at loci different from maturity time QTLs, which sug-
gests that different genetic mechanisms regulate flowering and maturity. Association analysis showed that both QTLs 
for maturity time were significantly associated with variations in the trait across years.

Conclusions: Maturity time appeared to be more suitable for explaining ecotype differentiation than flowering time, 
and different genetic mechanisms would regulate the timing of flowering and maturation. The QTLs and QTL-linked 
markers for maturity time detected here may be useful to extend the cultivation area and to fine-tune the growth 
period to maximize yield in buckwheat.
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Background
Common buckwheat (Fagopyrum esculentum Moench; 
2n = 2x = 16) is an outcrossing pseudo-cereal widely 
grown from Asia to Europe, North America, and South 
Africa [1]. Buckwheat has a short growing period (gener-
ally 70–90 days) and can grow in a wide range of environ-
mental conditions such as cool climates, high elevations, 
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well-drained sandy soils, marginal lands, and acidic soils 
(pH < 5) [2–5]. Its seeds contain high levels of starch 
(without gluten) and high-quality protein with a well-
balanced amino acid profile, and health-promoting anti-
oxidative, antihypertensive, and anti-obesity compounds 
[6–9]. Expanding the cultivation area and increasing the 
production of this valuable orphan crop may contribute 
to future food security. Although buckwheat is grown in 
a wide range of latitudes, the cultivation areas and sea-
sons of each genotype are strictly limited. Determining 
the genetic mechanisms of adaptability of each genotype 
is the first step toward expanding cultivation areas and 
maximizing yield.

The adaptability of buckwheat is thought to result 
from the differentiation of each cultivar into ecotypes 
appropriate for their cultivation areas [10]. Buckwheat is 
considered a quantitative short-day (SD) plant and is clas-
sified into three ecotypes according to their cultivation 
areas and seasons: autumn ecotype (highly photoperiod 
sensitive), summer ecotype (weakly photoperiod sensi-
tive), and intermediate ecotype [11]. Autumn-ecotype 
cultivars have late flowering, low seed-set ratio, con-
tinuous flowering, and vigorous vegetative growth, late 
maturation, and much lower yield under summer (long-
day, LD) cultivation than under autumn cultivation. In 
contrast, summer-ecotype cultivars have early flowering, 
high seed-set ratio, and early maturation under sum-
mer cultivation, but their yield is somewhat less under 
autumn cultivation than summer cultivation [12–16]. 
Understanding ecotype differentiation is essential for 
adaptive expansion and yield maximization because the 
mismatch between ecotype and environment consider-
ably decreases yield potential. However, genetic analysis 
of buckwheat ecotypes has been limited to that of flower-
ing time in response to day length [17, 18]. The response 
of flowering time to photoperiod has often been studied 
to evaluate buckwheat ecotype, but day length appears 
to affect not only flowering time but also post-flowering 
reproductive development. For example, in autumn-
ecotype cultivars and some intermediate-ecotype cul-
tivars, summer cultivation increases the number of 
malformed flowers, inhibits pistil development, leads to 
abnormal embryo sacs after pollination, and decreases 
pollen fertility and the ability to set seed [14, 19–22]. 
Thus, to understand the genetic mechanism of ecotype 
differentiation, it is necessary to reveal the effects of day 
length not only on flowering time but also on seed set 
and maturation.

The genetic analysis of common buckwheat is still chal-
lenging because of its heteromorphic self-incompatibility 
(SI) with two types of floral architecture: thrum (short 
style) and pin (long style) [23]. To allow genetic analysis 
in  F2 populations, we previously used the self-compatible 

common buckwheat line ‘Kyukei SC7’ (KSC7), developed 
by introducing the self-compatibility (SC) allele from a 
wild relative, F. homotropicum, and identified a genetic 
region related to preharvest sprouting tolerance [24]. We 
also developed a genome-wide marker set based on the 
Single Nucleotide Polymorphism (SNP) information of 
parental lines. However, the usability of this marker set 
depends on the genetic structure of parents, and a more 
global marker set is needed. The genotyping by random 
amplicon sequencing–direct (GRAS-Di) system, a deriv-
ative of amplicon sequencing technology and used ran-
dom primers for PCR amplification, can identify many 
markers covering all chromosomes even in a genetic 
population with small genetic variation [25]. Because 
the GRAS-Di system mainly provides information for 
dominant genotyping, GRAS-Di combined with a map-
ping-based genotyping method applied to a high-quality 
reference genome is reportedly efficient for obtaining 
information for co-dominant genotyping, constructing a 
linkage map, and detecting quantitative trait loci (QTLs) 
[26, 27]. Although a draft genome sequence (N50 = 25 kb, 
387,594 scaffolds) [28] and a recently published reference 
genome of the Russian cultivar ‘Dasha’ (N50 = 188 kb, 
85,178 scaffolds) [29] are available for buckwheat, the 
large number of scaffolds hampers mapping-based 
analysis.

Here, we investigated the genetic loci associated with 
maturity time as a trait that defines the ecotype under 
natural LD conditions. In our cultivation condition, 
ecotype differentiation is defined mainly by the ability to 
set seed and by maturity time, whereas flowering time is 
less relevant. Using  F2 segregating populations, we devel-
oped a high-density genetic linkage map by GRAS-Di 
analysis via re-estimation of co-dominant marker geno-
types. Using this map, we detected major QTLs for matu-
rity time. These QTLs were located at loci different from 
those of the flowering time QTLs, suggesting that the 
photoperiod responses of maturity time and flowering 
time would have different mechanisms.

Results
Photoperiod response of world buckwheat germplasms 
under natural long‑day conditions
Maturity time varied more widely across germplasms 
than did flowering time (Fig.  1a): average flowering 
time ranged from 32.5 to 39.0 days after sowing (DAS), 
whereas average maturity time ranged from 73.2 to 
101.2 DAS among nine germplasms, and six germ-
plasms did not mature until the end of the experiment 
(112 DAS). These six germplasms continued vigor-
ous vegetative growth and flowering, but seed set was 
rarely successful and flowers were aborted (Fig. 1b and 
c). Flowering time did not allow to predict maturity 
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time; e.g., accession HEI flowered earlier than MAN, 
CM221, RCK, and KSC7, but did not mature until 
112 DAS. This result suggested that flowering time 
is insufficient to determine buckwheat suitability for 
a particular growing environment, and the ability to 
set seed and maturity time might be more appropriate 
determinants of the ecotype. To determine the genetic 
mechanism for maturity time, we selected three paren-
tal lines: ‘Kitawase-soba’ (KTW; early-maturing), 
‘Ruchi-king’ (RCK; intermediate-maturing), and SC 
line KSC7 (late-maturing).

Distribution of maturity time and flowering time in  F2 
segregating populations
We developed four  F2 populations derived from crosses 
between Cross A (KTW/KSC7), Cross B_1 (RCK_1/
KSC7), Cross B_2 (RCK_2/KSC7), and Cross B_3 
(RCK_3/KSC7). The segregation pattern of maturity time 
of Cross A tended to be bi-modal; most plants matured 
before the average maturity time of the parents (87.3 
DAS in 2019 and 83.7 DAS in 2020) (Fig. 2). In Crosses 
B_1 and B_2, the segregation pattern also tended to be 
bi-modal but leaned toward late maturity. On the other 

Fig. 1 Variation of photoperiod response among world buckwheat germplasms. a First flowering time and maturity time of 15 germplasms under 
natural long-day conditions. Detailed information on each germplasm is provided in Table S7. Germplasms shown as black circles did not mature 
until the end of the experiment (112 days after sowing, DAS). b Growth patterns of ‘Kitawase-soba’ (KTW) and ‘Hitachi-akisoba’ (HTC) at 40 DAS. c 
Maturation patterns of KTW and HTC at 70 DAS



Page 4 of 14Takeshima et al. BMC Plant Biology          (2022) 22:353 

Fig. 2 Segregation of maturity time in  F2 progenies of crosses between ‘Kitawase-soba’ (KTW) and ‘Kyukei SC 7’ (KSC7) (Cross A), and between 
‘Ruchi-king’ (RCK) and KSC7 (Cross B) under natural long-day conditions. Black bars, individuals that did not mature until the end of the experiment 
(122 DAS in Cross B_2, and 105 DAS in Crosses A, B_1, 112 DAS in Cross B_3). Arrows indicate mean values of maturity time in parents. Dotted 
vertical lines indicate the average of two parents. DAS, days after sowing
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hand, the segregation pattern in Cross B_3 showed a 
normal distribution. Because buckwheat is an outbreed-
ing species, the genotypes differ even within the same 
cultivar. Flowering time showed normal distributions in 
all crosses (Fig. S1). The correlation coefficient between 
flowering time and maturity time was 0.392 in Cross 
A (2019), 0.506 in Cross A (2020), 0.165 in Cross B_1 
(2019), − 0.080 in Cross B_2 (2018), and 0.365 in Cross 
B_3 (2020) (Fig. S2). The absence of a strong correlation 
between flowering time and maturity time suggested that 
different genetic loci regulate the timing of flowering and 
maturation.

Development of a GRAS‑Di‑based co‑dominant 
genotyping system and construction of a linkage map
To construct a genetic linkage map, we performed 
GRAS-Di analysis with 150  F2 progenies of Cross A 
(2019) and 120  F2 progenies of Cross B_1. Ordinary 
GRAS-Di genotyping software provided dominant mark-
ers and a small number of co-dominant markers in our 
data. Thus, we compared three genotyping systems: 
(1) GRAS-Di mapping–based genotyping with Buck-
wheat Genome DataBase (BGDB) [28] as a reference, (2) 
GRAS-Di mapping–based genotyping with ‘Dasha’ [29] 
as a reference, and (3) GRAS-Di co-dominant genotyping 
(GRAS-Di-CDG) in Cross A (Table 1). Because the total 
number of usable markers and average marker distance 
of the GRAS-Di-CDG system were better than those of 
both mapping-based genotyping systems, we used the 
GRAS-Di-CDG system to construct linkage maps in 
Crosses A and B_1. The number of linkage groups (LGs) 
matched the chromosome number of buckwheat in both 
crosses (Fig.  3). For Cross A, GRAS-Di-CDG estimated 
marker genotypes in 896 and 889 loci using a mixture 
of gamma or normal distributions, respectively; among 

them, 725 loci were redundant. For Cross B_1, GRAS-Di-
CDG estimated marker genotypes in 1249 and 1062 loci, 
respectively, and 870 loci were redundant. The average 
accuracy of co-dominant genotyping based on a gamma 
distribution was 95.6% in Cross A (95 loci) and 93.8% 
in Cross B_1 (89 loci). The average accuracy based on a 
normal distribution was 67.7% in Cross A (192 loci) and 
77.3% in Cross B_1 (112 loci). Because the accuracy was 
higher when a mixture of gamma distributions was used, 
we prioritised these estimates when we define the geno-
types for markers redundant in estimation by gamma or 
normal distributions. To 84 (Cross A) and 44 (Cross B_1) 
co-dominant markers obtained by the GRAS-Di default, 
the GRAS-Di-CDG added 733 (Cross A) and 805 (Cross 
B_1) markers. We bridged each LG between Crosses A 
and B_1 on the basis of the markers with identical primer 
sequence (Table S1). There were 118 such markers, and 
no marker was mapped on any different LG (Fig. S3).

QTL analysis for maturity time and flowering time
Identified QTLs are shown in Table 2 and Fig. 4. In Cross 
A, one major QTL for maturity time (qMT6_KTW) was 
detected in LG6 and explained 21.0% of phenotypic vari-
ation. The KTW allele at qMT6_KTW conferred early 
maturity and may be partially dominant. Three QTLs for 
flowering time were detected in LG3 (qFT3_KTW), LG5 
(qFT5_KTW), and LG6 (qFT6_KTW). The most effec-
tive of them, qFT3_KTW, explained 15.4% of phenotypic 
variation. In Cross B_1, one major QTL for maturity time 
was detected in LG3 (qMT3_RCK) and explained 20.5% 
of phenotypic variation. The RCK allele at qMT3_RCK 
conferred late maturity and may be dominant or partially 
dominant. One QTL for flowering time was detected 
in LG7 (qFT7_RCK) and explained 13.6% of pheno-
typic variation. These results indicate that maturity time 

Table 1 Comparison of the GRAS-Di analysis with mapping-based genotyping systems and a GRAS-Di-CDG system

a Flower morphological marker (Pin or long-homostyle). This morphological marker was mapped as “Flower_type” in Fig. S3 and listed in Table S4

System Mapping_BGDB Mapping_Dasha GRAS‑Di‑CDG

Cross A (n = 150)

 Mapping reference BGDB_20contigs.fa Dasha_20contigs.fa –

 Markers (dominant + co-dominant) 5551  (1a + 5555) 5165  (1a + 5164) 829  (1a + 828)

Filtering step with Rqtl

 Removed duplicated markers 2994 2749 701

 Removed distorted markers 888 857 678

 Removed markers within 1 kb of each other 607 632 –

Linkage map construction in Antmap

 Removed markers > 20 cM from adjacent marker 532 567 666

 Number of linkage groups (usable markers) 8 (529) 8 (558) 8 (666)

 Map length (cM) 2051.8 2104.2 1179.8

Average marker distance (cM) 3.88 3.77 1.77
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Fig. 3 Genetic linkage maps of Crosses A and B_1. a Cross A; b Cross B_1. Black lines indicate marker positions and colours along each linkage 
group indicate marker density, with extremely dense regions appearing as black due to tightly clustered markers. LG, linkage group

Table 2 Summary of detected QTLs

a The values indicate that the effect is contributed by the alleles from KTW in Cross A and RCK in Cross B_1
b Percentage of total variation in marker association for each trait across the population explained by the QTL

Populations Trait QTLs LG Closest marker (position, cM) Peak 
position 
(cM)

LOD Additive  effecta Dominant effect R2 (%) b

Cross A Maturity time qMT6_KTW 6 AMP0019203 – AMP0011313 96.6 7.74 −7.19 −3.28 21.0

(93.2)–(96.6)

Flowering time qFT3_KTW 3 Toyo0004322 – AMP0024401 91.7 6.96 −6.52 −0.03 15.4

(91.3)–(91.7)

qFT5_KTW 5 AMP0000566 – AMP0023981 40.8 5.03 0.59 −0.5 11.1

(39.8)–(40.8)

qFT6_KTW 6 AMP0011313 – AMP0026722 100.6 4.09 −0.48 −0.49 9.3

(96.6)–(101.3)

Cross B_1 Maturity time qMT3_RCK 3 AMP0019836 – AMP0023439 6.1 6.20 4.67 5.76 20.5

(6.1)–(11.2)

Flowering time qFT7_RCK 7 AMP0005537 – AMP0029656 143.0 4.31 0.63 −0.89 13.6

(140.9)–(143.0)
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and flowering time are regulated by different genetic 
mechanisms.

Association analysis of QTLs for maturity time
We first determined the QTL-linked scaffolds by local 
BLAST and developed sequence-tagged-site (STS) 

markers for qMT6_KTW and qMT3_RCK (Tables S2 and 
S3). In Cross A, plants homozygous for the KTW allele 
of qMT6_KTW_STS matured on average 7.4 days (2019) 
and 9.0 days (2020) earlier than those homozygous for the 
KSC7 allele (Table 3). In Cross B, plants homozygous for 
the RCK allele of qMT3_RCK_STS matured on average 

Fig. 4 QTL plots in Crosses A and B_1. The LOD scores for maturity time and flowering time in a Cross A and b Cross B_1. The threshold of each QTL 
is indicated by a horizontal black line
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6.7 days (2018; Cross B_2), 6.8 days (2019; Cross B_1), 
and 2.9 days (2020; Cross B_3) later than those homozy-
gous for the KSC7 allele. Average maturity time values 
of heterozygous plants were almost the same as those of 
RCK-homozygous plants, suggesting that the RCK allele 
at qMT3_RCK behaved as dominant or partially domi-
nant. In all crosses except Cross B_3, differences in aver-
age maturity time between plants homozygous for the 
marker genotypes were statistically significant (Table 3).

Discussion
Detection of novel QTLs for maturity time
Understanding ecotype differentiation is essential for 
adaptive expansion and maximizing yield. Determina-
tion of buckwheat ecotype is based on the adaptability 
of the cultivar to the environment in each area, but the 
genetic analysis of ecotypes has focused only on photo-
period-dependent flowering time [17, 18]. In this study, 
we focused on maturity time as a trait that defines the 
ecotype. There was no strong correlation between flower-
ing time and maturity time in our field experiments, and 
maturity time appeared to be more suitable to explain 
ecotype differentiation (Fig. 1 and Fig. S2). Thus, the dif-
ferentiation between the summer and autumn ecotypes 
may be mainly defined by the ability to set seed and by 
maturity time, whereas flowering time is less relevant. 
To determine the genetic region that regulates maturity 
time, we developed GRAS-Di-CDG and used it to con-
struct highly reliable linkage maps (Table  1 and Fig.  3). 
Using these maps, we detected one major QTL for matu-
rity time from Cross A (qMT6_KTW) and one from 
Cross B_1 (qMT3_RCK) (Table 2 and Fig. 4).

The KTW allele at qMT6_KTW conferred early matu-
rity (Tables 2 and 3). KTW was bred from ‘Botan-soba’, 
which is a cultivar in Hokkaido, the northern island of 
Japan [30]. Since only summer cultivation is possible in 
Hokkaido, summer ecotype traits—early seed set and 

maturity under LD conditions—are essential. The sum-
mer ecotype is considered to have differentiated from the 
autumn ecotype to adapt to northern areas [12, 31, 32]. 
Thus, qMT6_KTW might have contributed to adaptive 
expansion of ‘Botan-soba’ and its ancestor to northern 
areas. On the other hand, the RCK allele at qMT3_RCK 
conferred late maturity. RCK was bred from gamma ray–
irradiated ‘Botan-soba’ populations at Ibaraki Prefecture 
(middle latitude of Japan) [33]. RCK has been selected 
for autumn cultivation during breeding, so it may have 
retained the late maturity allele. The summer ecotype has 
low yield under SD conditions, such as low-latitude areas 
or autumn cultivation; thus, qMT3_RCK may contribute 
to the fine-tuning of the growth period to increase yield 
under autumn cultivation.

Ecotype breeding has been conducted only by pheno-
typic selection, but it could be accelerated by genotype-
based selection in allogamous common buckwheat. 
Our detected QTLs and the STS markers could acceler-
ate ecotype breeding and expand buckwheat cultivation 
areas and seasons. In addition, the late-maturity QTL 
qMT3_RCK might be useful for fine-tuning the growth 
period to increase yield in low-latitude areas or autumn 
cultivation.

Different genetic mechanisms regulate 
photoperiod‑dependent flowering time and maturity time
We found no strong correlation between flowering time 
and maturity time in our field experiments (Fig.  1 and 
Fig. S2). Hara and Ohsawa [32] investigated photoperi-
odic sensitivity in two buckwheat cultivars, the autumn 
ecotype ‘Miyazaki-zairai’ and the summer ecotype 
‘Botan-soba’, under photoperiods ranging from 12.0 to 
15.5 h. Under the SD condition (12.0 h), flowering time of 
‘Botan-soba’ and ‘Miyazaki-zairai’ were almost the same, 
whereas flowering time of ‘Miyazaki-zairai’ was signifi-
cantly delayed than ‘Botan-soba’ under the LD conditions 

Table 3 Association between segregation of genotypes at DNA markers of QTLs and maturity time

a A, alleles from KTW or RCK; B, alleles from KSC7
b Analysed by Tukey–Kramer test

*P < 0.05, **P < 0.01, ***P < 0.001

Population (Year) Marker name Number 
of plants

Number of 
plants of each 
genotype a

Maturity time (days after sowing) 
Mean ± standard deviation

P value b

AA AB BB AA AB BB AA–AB AB–BB AA–BB

Cross A (2019) qMT6_KTW_ STS 131 44 52 35 79.5 ± 6.5 82.2 ± 8.9 86.9 ± 11.4 0.30951 0.0437* 0.00102**

Cross A (2020) qMT6_KTW_ STS 178 36 87 55 71.0 ± 5.1 78.2 ± 10.5 80.0 ± 10.1 0.00047*** 0.5179 0.00005***

Cross B_1 (2019) qMT3_RCK_ STS1 89 28 43 18 98.0 ± 8.3 99.4 ± 7.1 91.2 ± 9.4 0.75597 0.0013** 0.0159*

Cross B_2 (2018) qMT3_RCK_ STS1 137 49 53 35 113.2 ± 11.0 111.4 ± 11.8 106.5 ± 10.1 0.70079 0.1065 0.0196*

Cross B_3 (2020) qMT3_RCK_ STS2 150 36 75 39 94.5 ± 9.5 93.5 ± 9.6 91.6 ± 10.5 0.86219 0.5981 0.4074



Page 9 of 14Takeshima et al. BMC Plant Biology          (2022) 22:353  

(14.5, 15.0, and 15.5 hr). However, ‘Miyazaki-zairai’ 
showed large genetic diversity (e.g., the range of flowering 
time was 26 to 90 days under 15.0 h photoperiod). These 
results indicate that differentiation between summer and 
autumn ecotypes can be evaluated from photoperiod-
dependent flowering time, but for some individual plants 
flowering time does not reflect the ecotype, depending 
on their genotypes or cultivation conditions. The lat-
ter possibility is supported by the study by Michiyama 
and Hayashi [15], who reported that the most notable 
difference between ecotypes under summer conditions 
was in post-flowering development. Cultivars of the 
autumn ecotype continued to develop stems, leaves, and 
flower clusters without seed set, resulting in a significant 
delay in maturity time in comparison with the summer 
ecotype. These reports and our field experiments suggest 
that ecotype differentiation sometimes cannot be evalu-
ated only from flowering time, and the ability to set seed 
and maturity time are more suitable to explain ecotype 
differentiation. This hypothesis suggests that different 
genetic mechanisms control flowering time, seed set, 
and maturity time. Indeed, we detected QTLs for flow-
ering time and maturity time in different genetic loci 
except for qFT6_KTW, which may be the same QTL as 
qMT6_KTW (Table 2 and Fig. 4). Hara et al. [18] detected 
five QTLs for flowering time under SD conditions and 
six under LD conditions. We used markers around those 
QTLs [18] in Cross A and were able to map seven of 
them (Table S4). Of these, Fest_L0013_2 was mapped at 
50.6 cM on LG3, 41 cM away from qFT3_KTW (91.7 cM). 
In Hara et  al. [18], Fest_L0013_2 was located near 
qFT12hL × E_1, the most effective QTL for flowering 
time under SD conditions. The other six markers were 
not mapped close to any of the other QTLs in our study. 
These results suggest that different genetic mechanisms 
regulate maturity and flowering time in buckwheat. 
Because flowering time and maturity time are thought 
to be synchronized in many crops, adaptability has been 
evaluated on the basis of genetic mechanisms related to 
flowering time [34, 35]. However, our study demonstrates 
that flowering and maturity times are not synchronized 
in buckwheat, at least under natural LD conditions, and 
the genetic mechanism of maturation is important for 
adaptability. Guan and Adachi [21] reported that summer 
cultivation increase the proportion of abnormal embryo 
sacs after pollination and decrease the ability to set seed 
in the autumn ecotype. Nakamura and Nakayama [36] 
reported that sterility of the autumn ecotype under sum-
mer cultivation might be caused by incomplete develop-
ment of the pistil. From these reports, it can be inferred 
that the ecotype of buckwheat is regulated by the normal 
development of floral organs and seed-set ability in a par-
ticular environment. If seed set is inadequate, flowering 

and vegetative growth will continue, and maturity time 
will be delayed, so the ability to set seed affects the tim-
ing of maturation. Thus, the post-flowering transition 
toward maturity may require a seed-set-enabling genetic 
mechanism, which likely differs from those required for 
flowering. To the best of our knowledge, there is no iden-
tified genes that regulate flowering, seed-set and matu-
rity time in buckwheat. In this study, we detected QTLs 
for maturity time with GRAS-Di-markers. The refer-
ence genomes we used are divided into many scaffolds, 
and there is a possibility that GRAS-Di-markers do not 
cover all scaffolds around the QTLs. To predict the can-
didate genes, we searched homologous regions of frag-
ments of qMT6_KTW_STS and qMT3_RCK_STS1 with 
the Tartary buckwheat (F. tataricum) genome, which 
was developed to a pseudomolecule-level [37] (Table 
S5). The fragment of qMT6_KTW_STS could not deter-
mine homologous regions because the hit length and E 
value were almost the same among the top three hits. The 
homologous region of the fragment of qMT3_RCK_ STS1 
was Ft3:38,046,779-38,047,144. We searched predicted 
genes and their annotations within 200 kb up and down 
from the homologous region of qMT3_RCK_ STS1 (Table 
S6). Thirty-six genes were identified in the vicinity of the 
homologous region of qMT3_RCK_ STS1, but there was 
no gene related to flowering or maturing response to 
photoperiod. So, further study will be needed to identify 
genes controlling each QTL and their function for seed-
set and maturity time in common buckwheat.

Future re-domestication of orphan crops and neo-
domestication of underutilized plants will require the 
elucidation of genetic mechanisms underlying not only 
flowering time but also maturity time for adaptability 
expansion.

GRAS‑Di‑CDG system for construction of a high‑density 
genetic map without a high‑quality reference genome
We previously performed next-generation sequenc-
ing (NGS)-based bulked segregant analysis (NGS-BSA) 
with the Ion AmpliSeq targeted sequencing technology 
(Thermo Fisher Scientific, Waltham, MA, USA) to rap-
idly construct a genetic map and conduct QTL analy-
sis [24]. In that study, we used two types of custom 
AmpliSeq marker sets: a target trait–linked marker set 
developed from NGS-BSA data and a genome-wide 
marker set. Although this system is efficient for con-
structing a linkage map, rapidly narrows down the QTL 
region, and detects many SNPs in this region, the usabil-
ity of the AmpliSeq genome-wide marker set depends on 
the genetic structure of the parents.

The GRAS-Di analysis is more flexible in terms of 
the genetic structure of the parents due to its large 
number of markers amplified by random primers, but 
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it provides mainly dominant markers [25]. To obtain 
co-dominant markers from GRAS-Di data, we devel-
oped a GRAD-Di-CDG system that re-estimates these 
markers from read-depth count distribution. Our 
GRAS-Di-CDG system provided genome-wide high-
density co-dominant markers, and the total number of 
usable markers and the average marker distance were 
better than those obtained with a mapping-based gen-
otyping system with BGDB or ‘Dasha’ (Table 1). Using 
markers provided by GRAS-Di-CDG, we constructed 
the genetic maps whose total length was 1180 cM in 
Cross A and 1137 cM in Cross B (Fig. 3). Both our link-
age map included a larger number of usable markers 
(or loci) and had a smaller average marker distance 
between loci than previous maps, such as those con-
structed with 269 cleaved-amplified polymorphic 
sequences and insertion/deletion (indel) markers 
(752.5 cM) and an  F2 population [18], AmpliSeq mark-
ers (550.1 cM) and an  F2 population [24], and 346 loci 
(773.8 cM) or 410 loci (800.4 cM) provided by micro-
array analysis of an  F1 pseudo-test cross [38]. GRAS-
Di-CDG performed an additional estimation step for 
the co-dominant marker genotype based on a mix-
ture of distributions of amplicon read counts. Because 
this additional estimation would increase error, we 
removed markers with low estimation accuracy on 
the basis of GRAS-Di default output data. These 
marker genotype data yielded many usable markers 
and highly reliable linkage maps (Table  1, Fig.  3 and 
Fig. S3). Thus, GRAS-Di-CDG provides an efficient 
way to obtain genome-wide co-dominant markers and 
rapidly construct a high-density linkage map without 
a high-quality reference genome. The use of these two 
systems for different purposes (e.g., NGS-BSA with 
targeted amplicon sequencing for qualitative traits or 
to obtain information on many SNPs around the QTL 
of the target trait, and GRAS-Di-CDG for quantitative 
or multiple traits) can efficiently promote the genetic 
analysis of buckwheat.

Conclusions
In this study, we focused on maturity time as a trait 
that defines the ecotype. We developed GRAS-Di-
CDG, used it to construct a high-density linkage map 
and detected major QTLs for maturity time. The allele 
of one QTL (qMT6_KTW) from KTW conferred early 
maturity, and the allele of another QTL (qMT3_RCK) 
from RCK conferred late maturity. To the best of our 
knowledge, this is the first report of QTLs for maturity 
time in buckwheat. These QTLs and STS markers may 
be useful to extend the cultivation area and to fine-tune 
the growth period of buckwheat to maximize yield.

Methods
Plant materials
To measure the variation in photoperiod response, 15 
germplasms from Russia, Canada, China, Japan, France, 
Pakistan, Myanmar, and Brazil were used. The stock 
name and accession number of each germplasm are listed 
in Table S7. All plant materials are available in the NARO 
Genebank (https:// www. gene. affrc. go. jp/ about_ en. php).

The SI system of buckwheat is controlled by a sin-
gle genetic locus, S; thrum is heterozygous (Ss) and pin 
is homozygous recessive (ss). The SC line has a long 
homostyle (LH) controlled by a single allele, Sh, in the 
dominance relationship S > Sh > s [39]. To develop  F2 seg-
regating populations, we used pin plants (ss) of KTW 
(early-maturing) and RCK (intermediate-maturing) as 
seed parents and the SC line KSC7 (ShSh) (late-maturing) 
as a pollen donor. KSC7 was developed from ‘Norin-PL1’, 
which was derived from an interspecific cross between 
common buckwheat and its SC wild relative, F. homo-
tropicum [39, 40] (Fig. S4). Four segregating popula-
tions from independent crosses were developed: Cross 
A (KTW/KSC7), Cross B_1 (RCK_1/KSC7), Cross B_2 
(RCK_2/KSC7), and Cross B_3 (RCK_3/KSC7). The  F2 
seeds of Cross A were divided into two and sowed in two 
seasons. The other  F2 populations were sowed for one 
season (See Field experiments for detail).

The  F2 progenies we used for the map construction and 
QTL analyses segregated the flower morphology as LH 
(sSh or ShSh) and pin (ss) fitting to the expected ratio of 
3:1 for a single dominant gene (Table S8).

Field experiments
All 15 germplasms, each parental line, and  F2 popula-
tions were grown in a field of the Institute of Crop Sci-
ence, NARO, Tsukuba, Japan (latitude 36.027186, 
longitude 140.103022). The sowing dates were April 14, 
2019 (germplasms), April 16, 2018 (Cross B_2), April 14, 
2019 (Crosses A and B_1), and April 16, 2020 (Crosses 
A and B_3). Seeds were sown with a row length of 2 m, 
row space of 70 cm, and distance between plants of about 
13 cm. Flowering time was recorded as DAS to first flow-
ering. Maturity time was recorded as DAS to maturity of 
80% of the seeds, as judged from their colour. The experi-
ment ended at 122 DAS in 2018 (Cross B_2), and 112 DAS 
(germplasm) or 105 DAS (Crosses A and B_1) in 2019, 
and 105 DAS (Cross A) or 112 DAS (Cross B_3) 2020.

GRAS‑Di analysis and genotyping with markers 
around flowering time QTLs
The GRAS-Di technology was developed by Toyota 
Motor Corporation (Aichi, Japan) [25] and its Patent ID 
is P2018-42548A. This technology consisted of sample 
preparation using high concentration random primer, 

https://www.gene.affrc.go.jp/about_en.php
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NGS and data analysis. The library of GRAS-Di is con-
structed by two sequential PCR steps; the first PCR prim-
ers included Illumina Nextera adaptor sequences plus 
3-base random oligomers and the second included Illu-
mina multiplexing 8-base dual index and P7/P5 adapter 
sequence. In this study, the  F2 progenies of Cross A 
(n = 150) and Cross B_1 (n = 120), and their parents 
were used for GRAS-Di analysis. Genomic DNA was 
isolated from young leaves of each plant with a DNeasy 
Plant Mini Kit (Qiagen, Hilden, Germany). GRAS-Di 
analysis was performed under contract at Gene Bay, Inc. 
(Kanagawa, Japan). Each DNA sample was amplified with 
12 random primers. Libraries were prepared as described 
in Ito et al. [41] and sequenced using the Illumina HiSeq 
4000 platform. Markers were identified with GRAS-Di 
software v 1.0.4 (Toyota, Aichi, Japan). All usable marker 
sequences are listed in Table S4.

Using markers around QTLs for flowering time under 
SD and LD conditions [18], we performed genotyping 
in Cross A. Amplification with genomic DNA as a tem-
plate was performed with the designed specific primers 
and ExTaq (TaKaRa, Shiga, Japan) as follows: 32 cycles 
at 94 °C for 30 s, 58 °C for 30 s, and 72 °C for 30 s. Ampli-
fication was confirmed by agarose gel electrophoresis. 
Primer sequences and restriction enzymes are listed in 
Table S2.

Mapping‑based genotyping
Both available reference sequences—the one in the 
BGDB (http:// buckw heat. kazusa. or. jp/) [28] and ‘Dasha’ 
reference genome [29]—are divided into large numbers 
of scaffolds and require considerable computer memory 
and runtime for joint genotyping. To reduce the compu-
tational load, we combined these scaffolds into 20 seg-
ments as follows: (1) two custom reference sequences 
that contained only ≥1 kb scaffolds were developed as 
Out_1Kb_BGDB.fa and Out_1Kb_Dasha.fa with SeqKit 
v0.13.2 [42]; (2) these custom references were combined 
into 20 segments with split -p 20 in SeqKit v0.13.2, and 
BGDB_20contigs.fa and Dasha_20contigs.fa reference 
genomes were developed (Table S9).

For mapping, low-quality reads and adaptors were 
removed from GRAS-Di raw reads with fastp v.0.20.1 
[43] using parameters -q 25, −n 5, −f 3, −F 3, and -l 
30. The filtered reads were mapped with BWA-MEM2 
v.2.2.1 [44] on BGDB_20contigs.fa and Dasha_20contigs.
fa. Each BAM file was sorted and indexed using Sam-
Tools v.1.12 [45]. HaplotypeCaller in GATK v4.1.9.0 
[46] was used with the --emit-ref-confidence and GVCF 
options to call variants in each individual. All gvcf files 
were merged using GATK GenomicsDBImport with 
the –intervals option (split 20 segments). GATK Geno-
typeGVCFs with the -all-sites option were used for joint 

genotyping. All VCF files that contained indels, low-qual-
ity SNPs, SNPs with more than two alleles, or more than 
10 missing-count SNPs were excluded using Vcftools 
v 0.1.16 [47] with the following parameters: --remove-
indels, −-min-meanDP 10, −-minQ 30, −-max-meanDP 
50,000, −-min-alleles 2, −-max-alleles 2, and --max-
missing-count 10.

GRAS‑Di‑based co‑dominant genotyping (GRAS‑Di‑CDG)
The default GRAS-Di dominant marker genotype was 
estimated according to the read depth data after adjust-
ment with GRAS-Di software v 1.0.4. The read depth 
count in a locus with maternal-homozygous, heterozy-
gous, and paternal-homozygous genotypes might show 
a trimodal distribution in a progeny population. To esti-
mate the co-dominant marker genotype, we estimated a 
mixture of three gamma or normal distributions for read 
count data in each locus, using ‘gammamixEM’ and ‘nor-
malmixEM’ functions in R-package “mixtools” [48]. The 
maximum number of iterations in EM algorithm was set 
to 5000, and markers that did not converge were removed 
from further analysis. The initial values of mixing pro-
portions were set to 0.25, 0.50, and 0.25 to mimic the 
expected segregation ratio in an  F2 population. When a 
mixture of normal distributions was assumed, the initial 
values of distribution means were set to 0, 50% quantile, 
and 75% quantile of the count data. When a mixture of 
gamma distributions was assumed, the pre-initial values 
of shape and scale parameters were set so that the distri-
bution means were 0, 50% quantile, and 75% quantile of 
the count data, and the standard deviations were 1/3, 1/2, 
and 1/2 of the standard deviation of the count data. To 
obtain the initial values for EM algorithm calculations, 
1.0 and 0.5 were added to the pre-initial shape and scale 
parameters, respectively. For other settings, the default 
parameters in each function were used. After estimation 
of the mixture of distributions, the marker genotype with 
the highest posterior probability was assigned to each 
observation.

In the default of GRAS-Di software genotyping sys-
tem, co-dominant marker genotypes were determined 
for a small proportion of loci and were based on the 
paired dominant marker genotypes. Then, the accuracy 
of our co-dominant genotyping system was evaluated in 
two ways: (1) accuracy of co-dominant genotyping and 
(2) accuracy of dominant genotyping. Accuracy of co-
dominant genotyping was calculated for markers with 
co-dominant marker genotypes estimated by the default 
system as the percentage of agreement with them. Accu-
racy of dominant genotyping was calculated for all mark-
ers as the percentage of agreement between the dominant 
genotypes estimated by the default system and those by 
our co-dominant genotyping system, in which estimated 

http://buckwheat.kazusa.or.jp/
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heterozygous genotypes were put into the correspond 
parental genotype.

Markers that showed greater than 95% consensus with 
the default dominant estimation were extracted. The 
markers that showed correct maternal and paternal gen-
otypes in parents were used in the following analysis. We 
obtained three types of co-dominant marker genotype 
data (i.e., GRAS-Di default, gamma distribution estima-
tion, and normal distribution estimation), which con-
tained redundant information relative to each other. So, 
we extracted the marker genotypes according to the pri-
ority: (1) GRAS-Di default, (2) gamma distribution esti-
mation, and (3) normal distribution estimation.

Construction of a genetic linkage map and QTL analysis
Before linkage map construction, the data were pre-
processed in R/qtl v 1.46–2 [49] as follows: (1) duplicate 
markers were identified that showed the same geno-
types in all individuals except where values were missing, 
markers with the fewest missing values were selected, 
and duplicate markers were excluded; (2) markers with 
an abnormal genotype distribution (P-value < 0.001 in 
X2-test) were excluded. The genetic map was constructed 
in AntMap v 1.2 software with Kosambi Map function 
and 50 runs for locus ordering [50]. If the map distance 
between two adjacent SNPs was larger than 20 cM, the 
marker was excluded. The genetic linkage and densities 
was constructed with LinkageMapView v. 2.1.2 [51]. QTL 
analysis was performed in WinQTL Cartographer v. 2.5 
software using the composite interval mapping model 
[52]. The significance thresholds of the log-likelihood 
(LOD) score were based on 1000 permutations (P = 0.05) 
and were as follows: Cross A, 3.7 for maturity time and 
3.5 for flowering time; Cross B_1, 3.6 for both maturity 
time and flowering time.

Development of sequence‑tagged‑site markers linked 
to QTLs
We converted QTLs around GRAS-Di markers to STS 
markers. We first performed local BLAST searches to 
find scaffolds matching these QTLs. A database for 
these searches that included the BGDB and ‘Dasha’ ref-
erence sequences was constructed from the Out_1Kb_
BGDB.fa and Out_1Kb_Dasha.fa reference sequences 
(Table S9) using ncbi-blast-2.5.0+ [53]. Local BLAST 
was performed with SequenceServer v1.0.12 [54] 
(https:// www. seque ncese rver. com). We developed 
QTLs around STS markers on Fes_sc0001609.1 (for 
qMT6_KTW) and Fes_sc0023620.1 (for qMT3_RCK) 
(Table S3). Primer sequences and restriction enzymes 
are listed in Table S2.

Abbreviations
BGDB: Buckwheat Genome DataBase; DAS: Days after sowing; GRAS-Di: 
Genotyping by random amplicon sequencing–direct; GRAS-Di-CDG: GRAS-Di 
co-dominant genotyping; KSC7: ‘Kyukei SC7’; KTW: ‘Kitawase-soba’; HTC: 
‘Hitachi-akisoba’; Indel: Insertion/deletion; LD: Long-day; LG: Linkage group; 
LH: Long homostyle; LOD: Log-likelihood; NGS: Next-generation sequenc-
ing; QTL: Quantitative trait locus; RCK: ‘Ruchi-king’; SC: Self-compatibility; SD: 
Short-day; SI: Self-incompatibility; SNP: Single nucleotide polymorphism; STS: 
Sequence-tagged site.

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s12870- 022- 03722-6.

Additional file 1: Table S1. Bridge markers between Cross A and Cross 
B_1.

Additional file 2: Table S2. Primer information.

Additional file 3: Table S3. Results of local BLAST.

Additional file 4: Table S4. Marker information from GRAS-Di.

Additional file 5 :Table S5. Results of local BLAST with tartary buckwheat 
genome.

Additional file 6: Table S6. Gene list of tartary buckweat which 
located within 200 kb up and down from the homologous region of 
qMT3_RCK_STS1.

Additional file 7: Table S7. World buckwheat germplasms used in this 
study.

Additional file 8: Table S8. Segregation of flower morphology.

Additional file 9: Table S9. Summary of the reference databases.

Additional file 10: Fig. S1. Segregation of flowering time in  F2 progenies 
of crosses between ‘Kitawase-soba’ (KTW) and ‘Kyukei SC 7’ (KSC7) (Cross 
A), and between ‘Ruchi-king’ (RCK) and KSC7 (Cross B). Arrows indicate 
mean values of flowering time in parents. DAS, days after sowing.

Additional file 11: Fig. S2. Scatter plot of flowering time and maturity 
time in  F2 progenies. Black circles indicate plants that did not mature until 
the end of the cultivation period. r, Pearson correlation coefficients. DAS, 
days after sowing.

Additional file 12: Fig. S3. Bridging of the linkage maps of Crosses A and 
B_1. Marker sequences common between the two crosses are connected 
with dashed lines. LG, linkage group. GRAS-Di-CDG, the markers provided 
by the developed GRAS-Di-based co-dominant genotyping system. GRAS-
Di-default, co-dominant markers provided by GRAS-Di analysis. Other, 
markers developed by Hara et al. [18]. Flowering Type, the dominant 
marker of floral morphology.

Additional file 13: Fig. S4. The schematic diagram of the breeding his-
tory of ‘Kyukei SC 7’ (KSC7) (a) and  F2 populations (b). LH, long homostyle; 
SC, self-compatibility; SI, self-incompatibility; KTW, ‘Kitawase-soba’; RCK, 
‘Ruchi-king’.

Acknowledgements
We thank Toru Yoshioka, Mineko Aburano and Tomoko Kimura in National 
Agriculture and Food Research Organization (NARO) for growing buckwheat 
plants and supporting DNA extraction.

Authors’ contributions
RT and KM produced segregating lines and measured maturity time. RT 
performed GRAS-Di analysis. SY developed the GRAS-Di-CDG system. RT per-
formed QTL analysis and investigated the effectiveness of developed markers. 
RT, SY, and KM wrote the manuscript. All authors have read and approved the 
final version of the manuscript.

Funding
This work was supported by NARO and partly supported by Japan Society for 
the Promotion of Science KAKENHI Grant Nos. 18 K14448 and 21 K14838 to RT, 

https://www.sequenceserver.com
https://doi.org/10.1186/s12870-022-03722-6
https://doi.org/10.1186/s12870-022-03722-6


Page 13 of 14Takeshima et al. BMC Plant Biology          (2022) 22:353  

and 20 K15506 to SY. The authors declare that the funding bodies had no role 
in the design of the study and collection, analysis, and interpretation of data 
and in writing the manuscript.

Availability of data and materials
All data generated or analysed during this study are included in the manu-
script and its Additional files. The raw reads of GRAS-Di analysis of Cross A 
and Cross B_1 obtained in this study are available from the DDBJ/EMBL/NCBI 
under the accession number PRJDB13790 and PRJDB13783, respectively. The 
data used and/or analysed during the current study are available from the 
corresponding author on reasonable request.

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Institute of Crop Science, National Agriculture and Food Research Organiza-
tion (NARO), Kannondai 2-1-2, Tsukuba, Ibaraki 305-8518, Japan. 2 Graduate 
School of Life and Environmental Science, University of Tsukuba, Tennodai 
1-1-1, Tsukuba, Ibaraki 305-8572, Japan. 

Received: 28 December 2021   Accepted: 30 June 2022

References
 1. FAOSTAT. Food and agriculture organization of the united nations. 

Food Agric data. 2020; http:// www. fao. org/ faost at/ en/# data.
 2. Farooq S, Rehman RU, Pirzadah TB, Malik B, Ahmad Dar F, Tahir I. Culti-

vation, Agronomic Practices, and Growth Performance of Buckwheat. 
In: Zhou M, Kreft I, Woo S-H, et al., editors. Molecular Breeding and 
Nutritional Aspects of Buckwheat. London: Elsevier; 2016. p. 299–319.

 3. Zhou M, Kreft I, Woo S-H, et al., editors. Molecular Breeding and Nutri-
tional Aspects of Buckwheat. London: Elsevier; 2016.

 4. Zhou M, Kreft I, Suvorova G, Chrungoo N, Wieslander G, editors. Buck-
wheat Germplasm in the World. London: Elsevier; 2018.

 5. Joshi DC, Chaudhari GV, Sood S, Kant L, Pattanayak A, Zhang K, 
et al. Revisiting the versatile buckwheat: reinvigorating genetic 
gains through integrated breeding and genomics approach. Planta. 
2019;250:783–801.

 6. Bonafaccia G, Marocchini M, Kreft I. Composition and technological 
properties of the flour and bran from common and tartary buckwheat. 
Food Chem. 2003;80:9–15.

 7. Kreft I, Zhou M, Golob A, Germ M, Likar M, Dziedzic K, et al. Breeding 
buckwheat for nutritional quality. Breed Sci. 2020;VIII International Sym-
posium on Buckwheat:67–73.

 8. Matsui K, Walker AR. Biosynthesis and regulation of flavonoids in buck-
wheat. Breed Sci. 2020;70:74–84.

 9. Suzuki T, Noda T, Morishita T, Ishiguro K, Otsuka S, Brunori A. Present 
status and future perspectives of breeding for buckwheat quality. Breed 
Sci. 2020;70:48–66.

 10. Morishita T, Hara T, Hara T. Important agronomic characteristics of yield-
ing ability in common buckwheat; ecotype and ecological differentiation, 
preharvest sprouting resistance, shattering resistance, and lodging resist-
ance. Breed Sci. 2020;70:39–47.

 11. Onda S, Takeuchi T. Ecotype of Japanese buckwheat varieties Nougyo 
Oyobi Engei, vol. 17; 1942. p. 971–4.

 12. Matano T, Ujihara A. Agroecological classification and geographical 
distribution of the common buckwheat, Fagopyrum esculentum M. in the 
East Asia. Jpn Agric Res Q. 1979;13:157–62.

 13. Nagatomo T, Adachi T. Fagopyrum esculentum. In: Halevy AH, editor. 
Handbook of Flowering (Vol III). CRC Press, Boca Raton, FL: USA; 1985. p. 
1–8.

 14. Lachmann S, Adachi T. Studies on the Influence of Photoperiod and Tem-
perature on Floral Traits in Buckwheat (Fagopyrum esculentum Moench) 
under Controlled Stress Conditions. Plant Breed. 1990;105:248–53.

 15. Michiyama H, Hayashi H. Differences of growth and development 
between summer and autumn-type cultivars in common buckwheat 
(Fagopyrum esculentum Moench). Jpn J Crop Sci. 1998;67:323–30.

 16. Michiyama H, Tsuchimoto K, Tani KI, Hirano T, Hayashi H, Campbell C. 
Influence of day length on stem growth, flowering, morphology of flower 
clusters, and seed-set in buckwheat (Fagopyrum esculentum Moench). 
Plant Prod Sci. 2005;8:44–50.

 17. Hara T, Iwata H, Okuno K, Matsui K, Ohsawa R. QTL analysis of photo-
period sensitivity in common buckwheat by using markers for expressed 
sequence tags and photoperiod-sensitivity candidate genes. Breed Sci. 
2011;61:394–404.

 18. Hara T, Shima T, Nagai H, Ohsawa R. Genetic analysis of photoperiod 
sensitivity associated with difference in ecotype in common buckwheat. 
Breed Sci. 2020;70:101–11.

 19. Sugawara K, Sugiyama K. An ecological study on the flowering and 
seed setting of buckwheat. In:  The Annual Report of the Department of 
Liberal Arts, vol. 6. Iwate: the Iwate University; 1954. p. 55–68.

 20. Sugawara K. On the injury of buckwheat pistil: retardation of pistil growth 
as influenced by day-length. Jpn J Crop Sci. 1958;26:269–70.

 21. Guan LM, Adachi T. Reproductive Deterioration in Buckwheat 
(Fagopyrum esculentum) under Summer Conditions. Plant Breed. 
1992;109:304–12.

 22. Ohsawa R, Ishikawa K, Namai H. Assortative mating in the population of 
intermediate ecotype of common buckwheat with special reference to 
flowering time, pollen fertility and a rate of malformed pistil. Advance 
Buckwheat Res. 2001:240–7.

 23. Garber RJ, Quisenberry KS. The Inheritance of Length of Style in Buck-
wheat. J Agric Res. 1927;34:181–3.

 24. Takeshima R, Ogiso-Tanaka E, Yasui Y, Matsui K. Targeted amplicon 
sequencing + next-generation sequencing–based bulked segregant 
analysis identified genetic loci associated with preharvest sprouting 
tolerance in common buckwheat (Fagopyrum esculentum). BMC Plant 
Biol. 2021;21:1–13.

 25. Enoki H, Takeuchi Y. New genotyping technology, GRAS-Di, using next 
generation sequencer. Proceedings of the Plant and Animal Genome 
Conference XXVI; 2018. p. P0153.

 26. Miki Y, Yoshida K, Enoki H, Komura S, Suzuki K, Inamori M, et al. GRAS-Di 
system facilitates high-density genetic map construction and QTL iden-
tification in recombinant inbred lines of the wheat progenitor Aegilops 
tauschii. Sci Rep. 2020;10:1–12.

 27. Yoshikawa S, Hamasaki M, Kadomura K, Yamada T, Chuda H, Kikuchi 
K, et al. Genetic Dissection of a Precocious Phenotype in Male Tiger 
Pufferfish (Takifugu rubripes) using Genotyping by Random Amplicon 
Sequencing, Direct (GRAS-Di). Mar Biotechnol. 2021;23:177–88.

 28. Yasui Y, Hirakawa H, Ueno M, Matsui K, Katsube-Tanaka T, Yang SJ, et al. 
Assembly of the draft genome of buckwheat and its applications in 
identifying agronomically useful genes. DNA Res. 2016;23:215–24.

 29. Penin AA, Kasianov AS, Klepikova AV, Kirov IV, Gerasimov ES, Fesenko 
AN, et al. High-Resolution Transcriptome Atlas and Improved Genome 
Assembly of Common Buckwheat, Fagopyrum esculentum. Front Plant Sci. 
2021;12:1–14.

 30. Inuyama S, Honda Y, Furuyama S, Kimura M, Kasano H. The breeding 
and characteristics of a buckwheat [Fagopyrum esculentum] cultivar, 
“Kitawasesoba.”. Res Bull Hokkaido Natl Agric Exp Stn. 1994;159:1–10.

 31. Iwata H, Imon K, Tsumura Y, Ohsawa R. Genetic diversity among Japanese 
indigenous common buckwheat (Fagopyrum esculentum) cultivars as 
determined from amplified fragment length polymorphism and simple 
sequence repeat markers and quantitative agronomic traits. Genome. 
2005;48:367–77.

 32. Hara T, Ohsawa R. Accurate evaluation of photoperiodic sensitivity and 
genetic diversity in common buckwheat under a controlled environ-
ment. Plant Prod Sci. 2013;16:247–54.

 33. Morishita T, Shimizu A, Yamaguchi H, Degi K. Development of common 
buckwheat cultivars with high antioxidative activity —‘Gamma no 
irodori’, ‘Cobalt no chikara’ and ‘Ruchiking.’. Breed Sci. 2019;69:514–20.

http://www.fao.org/faostat/en/#data


Page 14 of 14Takeshima et al. BMC Plant Biology          (2022) 22:353 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

 34. Doebley JF, Gaut BS, Smith BD. The Molecular Genetics of Crop Domesti-
cation. Cell. 2006;127:1309–21.

 35. Olsen KM, Wendel JF. A Bountiful Harvest: Genomic Insights into Crop 
Domestication Phenotypes. Annu Rev Plant Biol. 2013;64:47–70.

 36. Nakamura M, Nakayama H. On the enervative sterility in buckwheat. Jpn J 
Crop Sci. 1950;19:122–5.

 37. Zhang L, Li X, Ma B, Gao Q, Du H, Han Y, et al. The Tartary buckwheat 
genome provides insights into rutin biosynthesis and abiotic stress toler-
ance. Mol Plant. 2017;10(9):1224–37.

 38. Yabe S, Hara T, Ueno M, Enoki H, Kimura T, Nishimura S, et al. Rapid geno-
typing with DNA micro-arrays for high-density linkage mapping and 
QTL mapping in common buckwheat (Fagopyrum esculentum Moench). 
Breed Sci. 2014;64:291–9.

 39. Matsui K, Tetsuka T, Nishio T, Hara T. Heteromorphic incompatibility 
retained in self-compatible plants produced by a cross between com-
mon and wild buckwheat. New Phytol. 2003;159:701–8.

 40. Matsui K, Tetsuka T, Hara T, Morishita T. Breeding and characterization of 
a new self-compatible common buckwheat parental line, “buckwheat 
Norin-PL1”. Bull Natl Agric Res Cent Kyushu Okinawa Reg. 2008;49:1–17.

 41. Ito H, Nakajima N, Onuma M, Murayama M. Genetic diversity and genetic 
structure of the wild Tsushima leopard cat from genome-wide analysis. 
Animals. 2020;10:1375.

 42. Shen W, Le S, Li Y, Hu F. SeqKit: A Cross-Platform and Ultrafast Toolkit for 
FASTA/Q File Manipulation. PLoS One. 2016;11:e0163962.

 43. Chen S, Zhou Y, Chen Y, Gu J. fastp: an ultra-fast all-in-one FASTQ preproc-
essor. Bioinformatics. 2018;34:i884–90.

 44. Vasimuddin M, Misra S, Li H, Aluru S. Efficient Architecture-Aware Accel-
eration of BWA-MEM for Multicore Systems. In:  IEEE International Parallel 
and Distributed Processing Symposium (IPDPS); 2019. p. 314–24.

 45. Li H, Handsaker B, Wysoker A, Fennell T, Ruan J, Homer N, et al. The 
Sequence Alignment/Map format and SAMtools. Bioinformatics. 
2009;25:2078–9.

 46. Van der Auwera GA, Carneiro MO, Hartl C, Del Angel PRG, Levy-Moon-
shine A, Jordan T, et al. From FastQ data to high confidence variant calls: 
the Genome Analysis Toolkit best practices pipeline. Curr Protoc Bioinfor-
matics. 2013;43(1110):11.10.11–33.

 47. Danecek P, Auton A, Abecasis G, Albers CA, Banks E, DePristo MA, et al. 
The variant call format and VCFtools. Bioinformatics. 2011;27:2156–8.

 48. Benaglia T, Chauveau D, Hunter DR, Young D. mixtools : An R Package for 
Analyzing Finite Mixture Models. J Stat Softw. 2009;32:1–29.

 49. Broman KW, Wu H, Sen S, Churchill GA. R/qtl: QTL mapping in experimen-
tal crosses. Bioinformatics. 2003;19:889–90.

 50. Iwata H, Ninomiya S. AntMap: Constructing Genetic Linkage Maps Using 
an Ant Colony Optimization Algorithm. Breed Sci. 2006;56:371–7.

 51. Ouellette LA, Reid RW, Blanchard SG, Brouwer CR. LinkageMapView—
rendering high-resolution linkage and QTL maps. Bioinformatics. 
2018;34:306–7.

 52. Wang SC, Basten J, Zeng ZB. Windows QTL Cartographer 2.5. In:  Raleigh: 
Department of Statistics: North Carolina State University; 2012. http:// 
statg en. ncsu. edu/ qtlca rt/ WQTLC art. htm.

 53. Camacho C, Coulouris G, Avagyan V, Ma N, Papadopoulos J, Bealer K, et al. 
BLAST+: architecture and applications. BMC Bioinformatics. 2009;10:421.

 54. Priyam A, Woodcroft BJ, Rai V, Munagala A, Moghul I, Ter F, et al. 
Sequenceserver: A Modern Graphical User Interface for Custom BLAST 
Databases. Mol Biol Evol. 2019;36:2922–4.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

http://statgen.ncsu.edu/qtlcart/WQTLCart.htm
http://statgen.ncsu.edu/qtlcart/WQTLCart.htm

	Genetic basis of maturity time is independent from that of flowering time and contributes to ecotype differentiation in common buckwheat (Fagopyrum esculentum Moench)
	Abstract 
	Background: 
	Results: 
	Conclusions: 

	Background
	Results
	Photoperiod response of world buckwheat germplasms under natural long-day conditions
	Distribution of maturity time and flowering time in F2 segregating populations
	Development of a GRAS-Di-based co-dominant genotyping system and construction of a linkage map
	QTL analysis for maturity time and flowering time
	Association analysis of QTLs for maturity time

	Discussion
	Detection of novel QTLs for maturity time
	Different genetic mechanisms regulate photoperiod-dependent flowering time and maturity time
	GRAS-Di-CDG system for construction of a high-density genetic map without a high-quality reference genome

	Conclusions
	Methods
	Plant materials
	Field experiments
	GRAS-Di analysis and genotyping with markers around flowering time QTLs
	Mapping-based genotyping
	GRAS-Di-based co-dominant genotyping (GRAS-Di-CDG)
	Construction of a genetic linkage map and QTL analysis
	Development of sequence-tagged-site markers linked to QTLs

	Acknowledgements
	References


